Short tandem repeats (STR) form approximately 3% of the total human genome and occur on average once in every 10 000 nucleotides (1) . Due to the small dimensions and low mutation rate, these markers are intensely used in forensic and medical studies. With the growing number of laboratories which use STR marker technology, more and more population STR data are reported in Europe and all over the world, permitting regional population comparison.
Wallachia is a historical region situated on the northern side of Danube River and one of the 4 major geographical regions of Romania ( Figure 1 ). It has approximately 6 879 709 inhabitants, 97% of whom are Romanians and 3% belong to other populations (Hungarians, Romany, Ukrainians, Germans, Russians, Turks, Tatars, Serbs, Croats, Slovenians, and others) (2). The present structure of Wallachian population is a result of many historical events such as Roman Empire conquests, the Slav migration from the north, and the Turkish southeast influence. To understand the historical influences that have contributed to the current population structure, we made allele frequency differentiations tests between the Wallachian and the surrounding populations. The obtained data are part of a larger study performed on the level of the entire country to determine the Romanians' genetic kinship relations in the European historical context.
Beside the forensic and medical benefits of STR markers analysis, we find this kind of study very useful for further regional and worldwide human population meta-analyses. Approximately 1 ng target DNA was amplified using the commercial typing AmpFlSTR Identifiler TM PCR Amplification Kit (Applied Biosystems, Foster City, CA, USA), according to the manufacturer's instructions, using a 9600 Thermal Cycler (Applied Biosystems) Electrophoresis, detection of polymerase chain reaction products, and genotyping were carried out on the ABI PRISM 3100 Genetic Analyzer using Genescan and Genotyper Version 3.7 analysis software (Applied Biosystems). allele d8S1179 d21S11 d7S820 CSF1PO d3S1358 th01 d13S317 d16S539 d2S1338 d19S433 vWa tPOX d18S51 d5S818 FGa *abbreviations: ho -observed heterozygosity; he -expected heterozygosity; P -hardy-Weinberg equilibrium exact test; MP -matching probability; Pd -power of discrimination; PIC -polymorphism information content; Pe -power of exclusion; tPI -typical paternity index.
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Statistical analysis
The Hardy-Weinberg equilibrium, expected heterozygosity, observed heterozygosity, and population differentiation tests were carried out with the Arlequin Software Version 3.1.1 (5). Matching probability, power of discrimination, polymorphism information content, probability of exclusion, and typical paternity index were calculated with a modified version of Powerstats Version 1.2 (6).
ReSultS and dISCuSSIOn
The allele frequency distributions for the 15 STR loci studied in the Wallachia population and statistical parameters (Hardy-Weinberg equilibrium, expected heterozygosity, observed heterozygosity, matching probability, power of discrimination, polymorphism information content, probability of exclusion, and typical paternity index) are summarized in Table 1 . No deviations from Hardy-Weinberg equilibrium were observed, with the exception of TPOX and vWA loci. After using the Bonferroni correction for the number of loci analyzed, only the departure observed at vWA locus was significant (P < 0.05/15 = 0.003). The expected heterozygosity and the power of discrimination calculated from the allele frequencies obtained for the Wallachia population revealed that in combination, the 15 STR loci have a high forensic efficiency.
Single locus comparisons with the data on geographically close populations (Table 2 ) showed significant differences between the population from Wallachia and the population from Bucharest area (7) at one locus -D19S433; between populations from Wallachia and Greece (9) at one locus -TPOX; between populations from Wallachia and Turkey (8) at 3 loci -D8S1179, D7S820, and D18S51; between populations from Wallachia and Italy (10) at 3 loci -D21S11, D16S539, and vWA; between population from Wallachia and Hungary (Budapest area) (13) at 5 loci -D8S1179, D21S11, D3S1358, D18S51, and FGA; between population from Wallachia and Belarus (15) at 10 loci -D7S820, CSF1PO, D3S1358, TH01, D13S317, D16S539, vWA, TPOX, D18S51, and D5S818; and between population from Wallachia and Poland (14) at 11 loci -D8S1179, D21S11, D3S1358, TH01, D13S317, D16S539, D19S433, vWA, TPOX, D18S51, and FGA.
There were no significant differences between the population from Wallachia and Croatia (11) or Serbia (12) , which means that Wallachia region is genetically more similar to Croatia and Serbia than to Greece, Turkey, Italy, Hungary, Belarus, and Poland population according to 15 analyzed STR loci. Difference between the Walachian region and Bucharest area can be a consequence of the high population heterogeneity, which in generally characterizes the metropolitan areas. locus bucharest (7) turkey (8) Greece (9) Italy (10) Croatia (11) Serbia (12) hungary (13) Poland (14) belarus (15) 
